ATTCGGCACTGAGGAGTTAATACACAGCTGCAAGATATACCGAATACAAGAAC 
CTGGGTTTGCCAAAATGATATCAGCTGTCGTGTGGCTCATGGTCCTGCTGATC 
ATGGTGC CGAACATGGTGATT C CCATCAAGGACATCAAAGAAAAGTCAAATGT 
AGGTTGCATGGAGTTTAAAAAGGAGTTTGGAAGAAACTGGCATTTGCTAACAA 
ACTTCATCTGTGTGGCAATATTTTTAAATTTCTCAGTCATCATTTTGATATCC 
AACTTCCTTGCAATCAGACAACTCTATAGAAATAGAGACAACACAAACTATCC 
AAGTGTGAAATCAGCTCTGCTCCACATTCTCTTGGTGACAGCTAGTTACATCA 
TATGCTTTGTTCCCTACCACGCTGTCAGGATCCCATACACCCTCAGCCAGACA 
GAGGTCATATCTGATTGCTCAACTAGGATCGCACTCTTCAAAGCCAAAGAGGC 
CACACTGCTGCTGGCGGTGTCTAATTTGTGTTTTGATCCAATCCTGTACTATC 
ATCTGTCAAAAGCCTTTCGACTAAAGGTCACCGAGACTTTCGCCTCACCTAAA 
AAGAGCAAGCCTCTGGAAGAAAGATTGAGAAGTGAGAATGATGTGTAAAATGC 
AGGCTTTGCACGTTAGTCCTTCTTCCTGACTGGACCATAAAGCTGGTCACAGT 
TTTC (SEQ ID N0:1) 
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Gene: 

Gene Family: 
Gene 

Subfamily: 
Gene Sequence: EST contig, Mouse 



GI Number(s): 1738456 
1749042 



underlined = deleted in targeting construct 

[ ] = sequence flanking Neo insert in targeting construct 



ATTCGGCACTGAGGAG I TTAATACACAGCTGCAAGATATACCGAATACAAGAACCTGGGT 
TTGCCAAAATGATATCAGCTGTCGTGTGGCTCATGGTCCTGCTGATCATGGTGCCGAACA 
TGGTGA] TTCCCATCAAGGACATCAAAGAAAAGTCAAATGTAGGTTGCATGGAGTTTAAA 
AAGGAGTTTGGAAGAAACTGGGATTTGCTAACAAACTTCATCTGTGTGGCAATATTTTTA 
AATTTCTCAGTCA7CATTTTGATATCCAACTTCCTTGCAATCAGACAACTCTATAGAAAT 
AGAGACAACACAAACTATCCAAGTGTGAAATCAGCTCTGCTCCACATTCTCTTGGTGACA 
GCTAGTTACATCATATGCTTTGTTCCCTACCACGCTGTCAGGATCCCATACACCCTCAGC 
CAGACAGAGGTCATATCTGATTGCTCAACTAGGATCGCACTCTTCAAAGCCAAAGAGGCC 
ACACTGCTGCTGGCGGTGTCTAATTTGTGTTTTGATCCAATCCTGTACTATCATCTGTCA 
AAAGCCTTTCGACTAAAGGTCACCGAGACTTTCGCCTCACCTAAAAAGAGCAAGCCTCTG 
GAAGAAAGATTGAGAAGTGAGAATGATGTGTAAAATGCAGGCTTTGCACGTTAGTCCTTC 
TTCCTG [ ACTGGACCATAAAGCTGGTCACAGTTTTC ] 
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Targeting Vector* (genomic sequence) 
Construct Number: 87 



Arm Length: 
5': 8 kb 
3': 1.6 kb 
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5 ' >CCACTGCCAAGTGACAGCCTG 
CCTCATCTACATCAATATGTACTT 
ATCTATTATCTTCTOAGC CTTTG T 
CAGCATCGATCGCTGTCTTCAGTT 
AATACACAGCTGCAAGATATACCG 
AATACAAGAACCTGGGTTTGCCAA 
AATGATATCAGCTGTCGTGTGGCT 
CATGGTCCTGCTGATCATGGTGTC 
GAACATGG TGA < 3 ' 
(SEQ ID 170:2) 



5 ' >ACTGGACCATAAAGCTGGTCA 1 
CAGTTTTCAAAAATAAAAGAAGAT 
GCTGAGATAGAAGAAGATGCTTAG 
GAATAAGAGCCACCAATAG CTAGC : 
AAACGGGACTGGTTCATGCAGAAA ' 
GTCCTTTCTTCAATCCAAGCCAAC ' 
CCTGCACTCTCACAGATGCTGACA 
TTCTTTACCTAACAAAGCACATTG , 
AACCAAGGTCA<3 1 i 
(SEQ ID NO: 3} ! 
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